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G. P. M. Moore and R. A. Beatty smears, one from each male, in the randomized order in which the mice were killed. A duplicate set of slides was also prepared in which the order of smears was reversed (B series). When dry, the smears were fixed in methanol/formalin/ acetic acid (85/10/5 by vol.) for 90 min (Böhm, Sprenger, Schlüter & Sand¬ ritter, 1968) A possible relationship between DNA content and the size of the sperm nucleus alone was also investigated. The nuclear areas were measured in Feulgen-stained smears which had been hydrolysed for 60 min. Ten sperma¬ tozoa from each smear were measured in optical projection by the methods of Beatty & Sharma (1960) . An analysis of variance of the measurements indicated that the males-within-strains variation was not significant, but strain means differed significantly from each other (Table 1) . Again, there was no correlation between nuclear area and Feulgen-DNA content. The spermatozoa which were most different in DNA content (JBT, CBA) had similar nuclear areas, whereas those with similar DNA contents (A, C57) were the most unlike in area.
The strain differences in sperm Feulgen measurements require explanation. It has been shown that the Feulgen-DNA contents of ejaculated spermatozoa are lower than those of epididymal or testicular spermatozoa (Bouters, Esnault, Salisbury & Ortavant, 1967) . In the present study, all the spermatozoa were taken from the same region of the genital tract and were processed for the Feulgen reaction by methods prescribed to eliminate proportionality errors (Böhm et al., 1968) . If the mode of chromatin condensation within the sperm head differs between strains, it is not related to nuclear size. It also seems un¬ likely that strain variations in the rates of passage of spermatozoa into the ductus deferens influence their Feulgen reactivity as a result of differential ageing (Gledhill, 1970) since spermatozoa of different ages are mixed in the epididymis (Orgebin-Crist, 1965 (Hennig & Walker, 1970) . These differences refer only to the proportion of repeating sequences present in the DNA and give no information about genome size. Yasmineh & Yunis (1970) 
